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PIG. 1B Coding sequence of "the first 127 amino acids 

of protein' D ahd multiple 'cloning site* The signal 
sequence is underlined. 



Bamni 

ATG GATTCA AAA ACT TTA GCC CTT TCT TTA TTA GCA GCT GGC GTA CTA GCA GGT TGT A GC AGC 

Met Asp Pro Lys Thr Leu Ala Leu Ser Leu Leu Ala Ala Gly Val Leu Ala Gly Cys Ser Ser 

CAT TCA TCA AAT ATG GCG AAT ACC CAA ATG AAA TCA GAC AAA ATC ATT ATT GCT CAC CGT GGT 

His Ser Ser Asn Met Ala Asn Thr Gin Met Lys Ser Asp Lys lie lie He Ala His Arg Gly 

GCT AGC GGT TAT TTA CCA GAG CAT ACG TTA GAA TCT AAA GCA CTT GCT TTT GCA CAA CAG GCT 

Ala Ser Gly Tyr Leu Pro Glu His Thr Leu Glu Ser Lys Ala Leu Ala Phe Ala Gin Gin Ala 

GAT TAT TTA GAG CAA GAT TTA GCA ATG ACT AAG GAT GGT CGT TTA GTG GTT ATT CAC GAT CAC 

Asp Tyr Leu Glu Gin Asp Leu Ala Met Thr Lys Asp Gly Arg Leu Val Val He His Asp His 

TTT TTA GAT GGC TTG ACT GAT GTT GCG AAA AAA TTC CCA CAT CGT CAT CGT AAA GAT GGC CGT 

Phe Leu Asp Gly Leu Thr Asp Val Ala Lys Lys Phe Pro His Arg His Arg Lys Asp Gly Arg 

TAC TAT GTC ATC GAC TTT ACC TTA AAA GAA ATT GAA AGT TTA GAA ATG ACA GAA AAC TTT GAA 

Tyr Tyr Val He Asp Phe Thr Leu Lys Glu He Gin Ser Leu Glu Met Thr Glu Asn Phe Glu 

Ncol Spel _XbaI 

ACC ATG G CC ACG TGT GAT CAG AGC TCA ACT AGT GGA CAC CAT CAC CAT CAC CAT TAA TCT AGA 

Thr Met Ala Thr Cys Asp Gin Ser Ser Thr Ser Gly His His His His His His * 



The amino acid sequence of Figure 1 relates to Seq. ID no. 7 and the he 
nucleic acid of sequence of Figure 1 relates to Seq. ID no . 6. 
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FIG. 2A 

The DNA and amino acid sequences of Nef-His; Tat-His; Nef-Tat-His fusion and 
mutated Tat is illustrated. 

Pichia-expressed constructs (plain constructs) 
=> Nef-HIS 

DNA sequence (Seq. ID. No. 8) 

ATGGGTGGCAAGTGGTCAAAAAGTAGTGTGGTTGGATGGCCTACTGTAAGGGAAAGA 

ATGAGACGAGCTGAGCCAGCAGCAGATGGGGTGGGAGCAGCATCTCGAGACCTGGAA 

AAACATGGAGCAATCACAAGTAGCAATACAGCAGCTA^ 

CTAGAAGCAC^^GAGGAGGAGGAGGTGGGTTTTCCAGTCACACCT 

AG AC CAATGACTTACAAGGGAGCTGTAGATCTTAGCC 

GGACTGGAAGGGCTAATTCACTCCCAACGAAGACAAGATATCCTTGATCTGTGGATC 
TACCACACACAAGGCTACTTCCCTGATTGGCAGAACTACACA 

AGATATCC^CTGACCTTTGGATGGTGCTACAAGCTAGTACCAGTTGAGCCAGATAAG 

GTAGAAGAGGCCAATAAAGGAGAGAACACCAGCTTGTTACACCCTG 

GGAATGGATGACCCTGAGAGAGAAGTGTTAGAGTGGAGGTTTGACAGCCGCCTAGCA 

TTTCATCACGTGGCCCGAGAGCTGCATCCGGAGTACTT 

CACCATCACCATCACCATTAA 

Protein sequence(Seq. ID. No. 9) 



MGGKWS KS S WGWPTVRERMRRAE P AADGVGAAS RDLEKHGAI TS SNTAATNAACAW 
LEAQEEEEVGFPVTPQVPLRPMTYKAAVDLSHFLKEKGGXjEGLIHSQRRQDILDLW 
YHTQGYFPDWQNYTPGPGWYPLTFGWCTKLVPVEPDKVEEANKGEOT 
GMD.DPEREVLEWRFDSRLAFHHVARELHPEYFKNCTSGHHHHHH . 



=> Tat -HIS 



DNA sequence (Seq. ID. No. 10) 



ATGGAGCCAGTAGATCCTAGACTAGAGCCCTGGAAGCATCCAGGAAGTCAGCCTAAA 
ACTGCTTGTACCAATTGCTATTGTAAAAAGTGTTGCTTTC^ 

ATAACAAAAGCCTTAGGCATCTCCTATGGCAGGAAGAAGCGGAGACAGCGACGAAGA 
CCTCCTCAAGGCAGTC^GACTCATCAAGTTTCTCTATCAAAGCAACCCACCTCCCAA 



FIG. 2B 



TCCCGAGGGGACCCGACAGGCCCG^ 

taa . V/;.. ' . 1 

Protein sequence (Sect. ID. No. 11) 

MEPVDPRIjEPWKHPGSQPKTACTNCY ckkccfhcqvcf itkalgi s ygrkkrrqrrr 
PPQGSQTHQVSLSKQPTSQSRGDP^GPI^ 



=>Nef-Tat-HIS 

DNA sequence (Seq. ID. No. 12) 

ATGGGTGGCAAGTGGTCAAAAAGTAGTGTGGTTGGATGGCCrrACTGTAAGGGAAAGA 
ATGAGACGAGCTGAGCCIAGCAGCAGATGGGGTGGGAGCZAGCATCT CGAGACCT 
AAACATGGAGCAATCACAAGTAGCAATACAGCAGCTACCAATGCT 
CTAGAAGCACAAGAGGAGGAGGAGGTGGGTTTT C CAGT CACACCTCAGGT AC CTTT A 
AGACCAATGACTTACAAGGCAGCTGTAGATCITAGCC^ 

GGACTGGAAGGGCTAATTCACrrCCCAACGAAGACAAGATATCCrTGATCTGTGGA 
TACCACACACAAGGCTACTTCCCTGAT^ 

AGATATCCACTGACCTTTGGATGGTGCTACAAGCTAGTACCAGTTGAGCCAGATAAG 
GT AGAAGAGGC CAATAAAGGAGAG AACAC CAG CTTGTTACACCCTGTGAG C CTGCAT 
GGAATGGATGACCCTGAGAGAGAAGTGTTAGAGTGGAGGTTTGACAGCCGCCTAGCA 
TTTCATCACGTGGCCCGAGAGCTGCATCCGGAGTACT 

CCAGTAGATCCTAGACTAGAGCCCTGGAAGCATCCAGGAAGTCAGCCTAAAACTGCT 
TGTACCAATTGCTATTGTAAAAAGTGTTGCTTTC 

AAAGCCTTAGGCATCTCCTATGGCAGGAAGAAGCGGAGACAGCGACGAAGACCTCCT 

CAAGGCAGTCAGACTCATCAAGTTTCTCTATCAAAGCAACCCACCT 

GGGGACCCGACAGGCCCGAAGGAAACTAGTGGCC^CCATCACCATCACCATTAA 

Protein sequence(Seq. ID. No. 13) 



MGGKWS KS S WGWPTVRERMRRAE PAADGVGAAS RDLEKHGA I TS SNTAATNAACAW 

LEAQEEEEVGFPVTPQVPLRPMTYKAAVDLSHFLKEKGGIiEGLIHSQRRQDILDLW 

YHTQGYFPDWQNYTPGPGVRYPLTFGWCYKLVPV^ 

GMDDPEREVLEWRFDSRIAFHHVARELHPEYFKNCTSEPVDPRLEPW 

CTNCYCKKCCFHCQVCFITKALGISYGRKKRRQRRRPPQGSQTHQVSLSKQPTSQSR 

GDPTGPKETSGHHHHHH. 



E.coli-expressed c nstructs (fusion c nstrncts) 



=> LipoD-Nef-HIS 
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FIG. 2C 

DNA sequence (Seq. ID. No. 14) 

Nucieotidescorresponding to the-Prot D Fusion Partner are in bold: 

The Lipidation Signal Sequence is underlined. After processing, the cysteine 
coded by the TGT codon, indicated with a star, becomes the amino terminal 
residue which is then modified by coyalently bound fatty acids. 

ATGGATC CAAAAACTTTAGC C CTTTCTTTATTAGCAGCTGGCGTACTAGCAGGTT GT 

AGCAGCCATTCATCAAATATGGCGAATACCCAAATGAAATCAG^CAAAATCATTATT 

GCTCACCGTGGTGCTAGCGGTTATTTACCAGAGCATACGTTAGAATCTAAAGCACTT 

GCTTTTGCACAACAGGCTGATTATTTAGAGCAAGATTTAGCAATGACTAAGGATGGT 

CGTTTAGTGGTTATTCACGATCACTTTTTAGATGGCTTGACTGATGTTGCGAAAAAA 

TTCCCAGATCGTCATCGTAAAGATGGCCGTTACTATGTCATCGACTTTACCTTAAAA 

GAAATTCAAAGTTTAGAAATGACAGAAAACTTTGAAACCATGGGTGGCAAGTGGTCA 

AAAAGTAGTGTGGTTGGATGGCCTACTGTAAGGGAAAGAATGAGACGAGCTGAGCCA 

GCAGCAGATGGGGTGGGAGCAGCATCTCGAGACCTGGAAAAACATGGAGCAATCACA 

AGTAGCAATACAGCAGCTACCAATGCTGCTTGTGCCTGGCTAGAAGCACAAGAGGAG 

GAGGAGGTGGGTTTTCCAGTCACACCTCAGGTACCTTTAAGACCAATGACTTACAAG 

GCAGCTGTAGATCTTAGCC^CTTTTTAAAAGAAAAGGGGGGACTGGAAGGGCTAATT 

CACT CCCAACGAAGACAAGATAT C CTTGAT CTGTGGATCT ACCACACACAAGGCTAC 

TTCCCTGATTGGCAGAACTACAC^CCAGGGCCAGGGGTCAGATATCCACTGACCT^ 

GGATGGTGCTACAAGCTAGTACC^GTTGAGCCAGATAAGGTAGAAGAGGCCAATAAA 

GGAGAGAACACCAGCTTGTTACACCCTGTGAGCCTGCATGGAATGGATGACCCTGAG 

AGAGAAGTGTTAGAGTGGAGGTTTGACAGCCGCCTAGCATTTCATCACGTGGCCCGA 

GAGCTGCATCCGGAGTACTTCAAGAACTGCACTAGTGGCCACCATCACCATCACCAT 

TAA 

Protein sequence of the processed lipidated ProtD-Nef-HIS protein (Seq. ID. No. 15) 
(Amino-acids corresponding to Prot D fusion partner are in bold) 



CSSHSSNMANTQMKSDKIIIAHRGASGYIjPEHTLESKAIjAPAQQADYIjEQDLAMTKD 
GRLVVIHDHFLDGLTDVAKKFPHRHRKDGRYYVI 

S KS S WGWPTVRERMRRAEP AADGVGAAS RDLE KHGAI TS SNTAATNAACAWIjEAQE 
EEEVGFPVTPQVPLRPMTYKAAVDIiSHFLKEKGGLEGLIHSQRRQDILDLWIYHTQG 
YFPDWQNYTPGPGVRYPLTFGWCYKLVPVEPDKVEEANKGENTSLLHPVSLHGMDDP 
EREVLEWRFDSRLAFHHVARELHPEYFKNCTSGHHHHHH . 



=> LipoD-Nef-Tat-HIS 

DNA sequence (Seq. ID. No. 16) 
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FIG. 2D 

Nucleotides corresponding to the Prot D Fusion Partner are in bold. 

The Lipidation Signal Sequence is underlined. After processing, the cysteine 

CO ded by the^FGT-codonrindicated with a-star-becomes-the-arnino-terminal 

residue which is then modified by covailently bound fatty acids. 

-y : * 

ATGGATCCAAAAACTTTAGCCCTTTCTTTATTAGCAGCTGGCGTACTAGCAQGT TGT 

AGCAGCCATTCATCAAATATGGCGAATACCCAAATGAAATCAGACAAAATC^ 

GCTCACCGTGGTGCTAGCGGTTATTTACCAGA^CATACGTTAGAATCTAAAGCACTT 

GCGTTTGCACAACAGGCTGATTATTTAGAGCAAGATTTAGCAATGACTAAGGATGGT 

CGTTTAGTGGTTATTCACGATCACTTTTTAGATGGCTTGACTGATGTTGCGAAAAAA 

TTCCCACATCGTCATCGTAAAGATGGCCGTTACTATGTCATCGACTTTACCTTAAAA 

GAAATTCAAAGTTTAGAAATGACAGAAAACTTTGAAACCATGGGTGGCAAGTGGTCA 

T^AAAGTAGTGTGGTTGGATGGCCTACTGTAAGGGAAAGAATGAGACGAGCTGAGCCA 

GCAGCAGATGGGGTGGGAGCAGCATCTCGAGACCTGGAAAAACATGGAGCAATCACA 

AGTAGCAATACAGCAGCTACCAATGCTGCTTGTGCCTGGCTAGAAGCACAAGAGGAG 

GAGGAGGTGGGTTTTCCAGTCACACCTCAGGTACCTTTAAGACCAATGACTTACAAG 

CACTCCCAACGAAGACAAGATATCCTTGATCTGTGGATCTACCACACACAAGGCTAC 

TTCCCTGATTGGCAGAACTACACACC^GGGCCAGGGGTCAGATATCCACT 

GGATGGTGCTACAAGCTAGTACCAGTTGAGCCAGATAAGGTAGAAGAGGCCAATAAA 

GGAGAGAACACCAGCTTGTTACACCCTGTGAGCCTGCATGGAATGGATGACCCTGAG 

AGAGAAGTGTTAGAGTGGAGGTTTGACAGCCGCCTAGCATTTCATCACGTGGCCCGA 

GAGCTGCATCCGGAGTACTTCAAGAACTGCACTAGTGAGCCAGTAGATCCTAGACTA 

GAGCCCTGGAAGCATCCAGGAAGTCAGCCTAAAACTGCTTGTACCAATTGCTATTGT 

AAAAAGTGTTGCTTTGATTGCCAAGTTTGTTTCAT^ 

TATGGCAGGAAGAAGCGGAGACAGCGACGAAGACCTCCTCAAGGCAGTCAGACTCAT 
CAAGTTTCTCTATCAAAGCAACCCACCTCCCAATCCCGAGGGGACCCGACAGGCCCG 
AAGGAAACTAGTGGCCACCATCACCATCACCATTAA 

Protein sequence of the processed lipidated ProtD-NEF-TAT-HIS protein (Seq. ID. No. 
121 

(Amino-acids corresponding to Prot D fusion partner are in bold) 

CSSHSSNMANTQMKSDKXXXAHRGASGYIiPEHTLESKAIiAFAQQABYLEQDLAMTKD 
GRLVVIHDHFLDGLTDVAKKFPHRHRKD 

SKSSWGWPTVRERMRRAEPAADGVGAASRDLEKHGAITSSNTAATNAA 

EEEVGFPVTPQVPLRPMTYKAAVDLSHFLKEKGGLEGLIHSQRRQDILDLWIYHTQG 

YFPDWQNYTPGPGVRYPLTFGWCYKLVPVEPDKVEEANKGENTSLiLHPVSLHGMDDP 

EREVIiEWRFDSRIJ^HHVARELHPEYFKNCTSEPVDPRLEPWKHPGSQPKTACTO 

CKKCCFHCQVCFITKALGISYGRKKRRQRRRPPQGSQTHQVSLSKQPTSQSRGDPTG 

PKETSGHHHHHH . 
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FIG. 2E 

=>ProtD-Nef-HIS 



DNA sequence (Seq. ID: No. 18) 

Nucleotides corresponding to the Prot D Fusion Partner are in bold. 

atggatccaagcagccattcatcaaatatggcg^ 

atcattattgctcaccgtggtgctagcggttXttoaccagagcatacgtt^^ 

aaagcacttgcgtttgcacaacaggctgattatttagagcaagatttagcaatgact 

aaggatggtcgtttagtggttattcacgatcactttttagatggcttgactgatgtt 

gcgaaaaaattcccacatcgtcatcgtaaagatggccgttactatgtcatcgacttt 

ac ctt aaaagaaatt caaagttt agaaat gacagaaaactttgaaac catgggtgg c 

aagtggtcaaaaagtagtgtggttggatggcctactgtaagggaaagaatgagacga 

gctgagccagcagcagatggggtgggagcagcatctcgagacctggaaaaacatgga 

gc aat cacaagtagcaatacag cag ctaccaatg ctgcttgtg c ctgg ctagaagca 

caagaggaggaggaggtgggttttccagtcacacctcaggtacctttaagaccaatg 

acttacaaggcagctgtagatcttagccactttttaaaagaaaaggggggactggaa 

gggctaattcactcccaacgaagacaagatatccttgatctgtggatctaccacaca 

caagg ct acttc cctgattgg cagaactacacac cagggccaggggt cag at at cca 

ctgacctttggatggtgctacaagctagtaccagttgagccagataaggtagaagag 

gccaataaaggagagaacaccagcttgttacaccctgtgagcctgcatggaatggat 

gaccctgagagagaagtgttagagtggaggtttgacagccgcctagcatttcatcac 

gtggcccgagagctgcatccggagtacttcaagaactgcactagtggccaccatcac 

catcaccattaa 



Protein sequence (Seq. ID. No. 19) 

(Amino-acids corresponding to Prot D fusion partner are in bold) 
MDPSSHSSNMA>rrQMKSD 

EQDLAMTKDGRLVA^IHDHFLDGLTDVAKKFPHRHR^ 
EIQSLEMTENFETMGGKWSKSSVVGWPTVRERMRRA 

EKHGAITSShTTAATNAACAWLEAQEEEEVGFPVTPQVPLRPMTYKAAVDLSH 
FLKEKGGLEGLIHSQRJIQDILDLWIYHTQGYFPDWQNYTPGPGVRYPLTFGW 
CYKLWVEPDKVEEANKGENTSLLHPVSLHGMDDPEREVLEWRPDSRLAFH 
HVARELHPEYFKNCTSGHHHHHH . 



=> ProtD-Nef-Tat-HIS 



DNA sequence (Seq. ID, No. 20) 
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FIG. 2F 

Nucleotides corresponding to the Prot D. Fusion Partner are in bold. 

ATGGATCCAAGCAGC CATTCATCAAATATGGCGAATAC C CAAATGAAATCAGACAAA 

ATCATTATTGCTCACCGTGGTGCTAGCGGTTATTTACCAGAGCATACGTTAGAATCT 
AAAGCACTTGCGTTTGCACAACAGGCTGATTATTTAGAG 

AAGGATGGTCGTTTAGTGGTTATTCACGATCACTTTTTAGATGGCTTGACTGATGTT 

GCGAAAAAATTCCCACATCGTCATCGTAAAGATGGCCGTTACTATGTCATCGACTTT 

ACCTTAAAAGAAATTCAAAGTTTAGAAATGACAGAAAACTTTGAAACCATGGGT 

AAGTGGTCAAAAAGTAGTGTGGTTGGATGGCCTACTGTAAGGGAAAGAATGAGACGA 

GCTGAGCCAGCAGCAGATGGGGTGGGAGCAGCATCTCGAGACCTGGAAAAACATGGA 

GCAATCA.CAAGTAGCAATAGAGCAGCTACCAATGCT 

CAAGAGGAGGAGGAGGTGGGTTTTCCAGTCACACCTCAGGTACCTTTAAGACCAATG 

ACTT ACAAGG CAG CTGT AGAT CTTAG C CACTTTTT AAAAGAAAAGGGGGG ACTGG AA 

GGGCTAATTCACTCCCAACGAAGACAAGATATCCTTGATCTGTGGATCTACCACACA 

GAAGGCT ACTTC C CTGATTGGCAGAACTACACACCAGGG C CAGGGGTCAGATATC CA 

CTGACCTTTGG ATGGTGCTACAAG CTAGTAC CAGTTGAGC CAGATAAGGTAG AAGAG 

G C CAAT AAAGG AGAGAACAC CAG CTTGTT ACAC C CTGTGAG C CTG CAT GGAATGGAT 

GACCCTGAGAGAGAAGTGTTAGAGTGGAGGTTTGACAGCCGCCTAGCATTTCATCAC 

GTGGCCCGAGAGCTGCATCCGGAGTACTTCAAGAACTGCACTAGTGAGCCAGTAGAT 

CCTAGACTAGAGCCCTGGAAGCATCCAGGAAGTCAGCCTAAAACTGCTTGTACCAAT 

TGCTATTGTAAAAAGTGTTGCTTTCATTGCCAAGTTTGTTTCATAACAAAAGCCTTA 

GGGATCTCCTATGGCAGGAAGAAGCGGAGACAGCGACGAAGACCTCCTCAAGGCAGT 

CAGACTCATCAAGTTTCTCTATCAAAGCAACCCACCTCCCAATCCCGAGGGGA 

ACAGGCCCGAAGGAAACTAGTGGCCACCATCACCATCACCATTAA 



Protein sequence (Seq. ID. No. 21) 

(Amino-acids corresponding to Prot D fusion partner are in bold) 

MDPSSHSSNMAITOQMKSDKIIIAHRGASGYIjPEHTLESKAIiAFAQQADYIiEQDLAMT 
KDGRLVVIHDHFIJDGLTDVAKKFPHRHRia5GRYYTC 

KWSKSSWGWPTVRERMRRAEPAADGVGAASRDLEKHGAITSS 
QEEEEVGFPVTPQVPIJIPMTYKAAVDLSHFLKEK^ 

QGYFPDWQNYTPGPGV11YPLTFGWCYKLVPVEPDKVEEANKGENTSLLHPVSLHGMD 
DPEREVLEWRFDSRLAFHHVARELHPEYFKNCTSEPVDPRLEPWKHPGSQPKTACTN 
CYCKKCCFHCQVCFITKALGISYGRKKRRQRRRPPQGSQTHQVSLSKQPTSQSRGDP 
TGPKETSGHHHHHH . 



=> Tat-MUTANT-HIS 



DNA sequence (Seq. ID. No. 22) 
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FIG. 2G 

ATGGAGCCAGTAGATCCTAGACTAGAGCCCTGGAAGCATC 4 0 

CAGGAAGTCAGCCTAAAACrGCTTGTACCZAATTGCTATTG 8 0 

TAAAAAGTGTTGCITTCA.TTGCCAAGTTTGTTTCATAACA 12 0 

GCTGCCTTAGGCATCTCCTATGGCAGGAAGAAGCGGAGAC 160 

AGCGACGAAGACCTCCTCAAGGCAGTCAGACTCATCAAGT 200 

TTCTCTATCAAAGCAACCCACCTCCCAATCCAAAGGGGAG 24 0 

CCGACAGGCCCGAAGGAAACTAGTGGCCACCATCACCATC 280 

ACCATTAA 288 

Protein sequencefSeq. ID. No. 23) 

Mutated amino-acids in Tat sequences are in bold. 

MEPVDPRIiEPWKHPGSQPKTACTNCYCKKCCFHCQVCFIT 4 0 

AALGISYGRKKRRQRRRPPQGSQTHQVSLSKQPTSQSKGE 8 0 

PTGPKETSGHHHHHH . 9 5 



=>Nef-Tat-Mutant-HIS 

DNA sequencefSeq. ID. No. 24) 

ATGGGTGGCAAGTGGTCAAAAAGTAGTGTGGTTGGATGGC 4 0 
CTACTGTAAGGGAAAGAATGAGACGAGCTGAGCCAGCAGC 8 0 
AGATGGGGTGGGAGCAGCATCT CGAGACCTGGAAAAACAT 120 
GGAGCAATCACAAGTAGCAATACAGCAGCTACCAATGCTG 160 
CTTGTGCCTGGCTAGAAGCACAAGAGGAGGAGGAGGTGGG 200 
TTTT C CAGT CACAC CT CAGGT AC CTTT AAGAC CAATGACT 240 
T ACAAGGCAGCTGT AG AT CTT AG C CACTTTTT AAAAGAAA 280 
AGGGGGGACTGGAAGGGCTAATTCACTCCCAACGAAGACA 320 
AGATATCCTTGATCTGTGGATCTACCACACACAAGGCTAC 3 60 
TT C C CTGATTGGCAGAACT ACACAC CAGGG C CAGGGGT CA 4 00 
GATATCCACTGACCTTTGGATGGTGCTACAAGCTAGTACC 44 0 
AGTTGAGCCAGATAAGGTAGAAGAGGCCAATAAAGGAGAG 4 80 
AACACCAGCTTGTTACACCCTGTGAGCCTGCATGGAATGG 520 
ATGACCCTGAGAGAGAAGTGTTAGAGTGGAGGTTTGACAG 560 
CCGCCTAGCATTTCATCACGTGGCCCGAGAGCTGCATCCG 600 
GAGTACTTCAAGAACTGCACTAGTGAGCCAGTAGATCCTA 64 0 
GACTAGAGCCCTGGAAGCATCCAGGAAGTCAGCCTAAAAC 6 8 0 
TGCTTGTACCAATTGCTATTGTAAAAAGTGTTGCTTTCAT 720 
TGCCAAGTTTGTTTCATAACAGCTGCCTTAGGCATCTCCT 760 
ATGGCAGGAAGAAGCGGAGACAGCGACGAAGACCT CCTCA 80 0 
AGGCAGTCAGACTCATCAAGTTTCTCTATCAAAGCAACCC 84 0 
ACCTCCCAATCCAAAGGGGAGCCGACAGGCCCGAAGGAAA 880 
CT AGTGGC CAC CAT CAC CAT CAC CATT AA 90 9 
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FIG. 2H 

Protein sequence (Seq. ID. No. 25) 

Mutated amino-acids in Tat sequence are in bold. 

MGGKWSKSS WGWPTVRERMRRAEPAADGVGAASRDLEKH 4 0 
GAITSSNTAATNAACAWLEAQEEEEVGFPVTPQVPLRPMT 8 0 
YKAAVDLSHFLKEKGGLEGL I HS QRRQD I LDLW I YHTQG Y 12 0 
FPDWQNYTPGPGVRYPLTFGWCYIGljVPVEPDKVEEANKGE 16 0 
NTSLLHPVSLHGMDDPEREVLEWRFDSRLAFHHVARELHP 200 
EYFKNCTSEPVDPRLEPWKHPGSQPKTACTNCYCKKCCFH 24 0 
CQVCFITAALGISYGRKKRRQRRRPPQGSQTHQVSLSKQP 2 80 

TSQSKGEPTGPKETSGHHHHHH . 3 02 
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FIG. 5 SDS-P AGE: Nef-Tat-his fusion protein 



1 2 3 4 5 6 7 




Coomassie blue G250 



1: MW (175/83/62,5/47,5/32,5/25/16,5/6,5 kDa) 

2: TNH/23 SP eluate (4 ug) 

3: TNH/23 Superdex200 eluate (4 ug) 

4: TNH/23 Purified bulk (4 ug) 

5: TNH/22 Purified bulk (4 ug) 
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FIG. 8A Cell binding assay 
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FIG. 9B 
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